nterohepatic Helicobacter species (EHS) are Gram-negative, microaerophilic, spiral-shaped bacteria that colonize the mucosa of the gastrointestinal tract and/or liver of mammals, including humans, and birds (1, 2). Seven EHS species (H. canadensis [3] , H. canis [4] , H. cinaedi [5] , H. fennelliae [5] , H. winghamensis [6] , H. pullorum [7] , and H. bilis [8] [9] [10] ) have been isolated from both healthy humans and patients with wide-ranging symptoms, such as diarrhea, fever, proctocolitis, enteritis, meningitis, bacteremia, septic arthritis, cholecystitis, elevated liver enzymes, and hepatomegaly (2, 3, 5, 7, (11) (12) (13) (14) (15) (16) (17) (18) (19) (20) (21) (22) (23) (24) (25) (26) . Unlike H. pylori, EHS can infect animal reservoirs, such as dogs, cats, geese, wild and laboratory rodents, rhesus macaques, hamsters, gerbils, guinea fowl, and chickens, highlighting the risk of zoonotic infections (7, (26) (27) (28) (29) (30) (31) (32) (33) (34) (35) (36) (37) (38) (39) (40) (41) (42) (43) .
In this report, we announce the whole- (42, 43) , the six remaining strains were human isolates. Isolates were sequenced using 454 or Illumina sequencing technology. 454 sequencing reads were assembled using Newbler assembler v. 2.1 and annotated as previously described (44) . Illumina reads were assembled using ALLPATHS version R39721 (45) and annotated as performed previously (46 (50) . The gamma-glutamyl transpeptidase (ggt) gene, an H. pylori virulence factor (51), was also found in H. bilis and H. canis. More detailed characterizations of these EHS isolates are forthcoming.
Nucleotide sequence accession numbers. Genome sequences have been submitted to GenBank under the accession numbers listed in Table 1 . 
